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D04b5 . 3 Coding Sequence 

Length 2563 bp 

GGCGCGGGCAGGTCGGAGCTCGGAGCTGCTGCTTCTGGTTCTCTTGTGGCCACCGTCGCT 
i " • + + + + + + 60 

RGQVGARSCCFWFSCGHRRC- 

GTCCGGCTGCCTTGGGCTGCCGAACAGACAAGGCGTGGGCCACAGCACCTCAGAAGCCGA 
61 V ^ ^ ^ ^ ^ 

PAALGCRTDKAWATA PQKPT- 
CGCAGC7CGACGCAGGGGCCGGCAGGAGGGTGGGCGATCGCGTGTCGGAGGGCGCCGCGC 

+ + + + ^ ^ 

QL DAGAGRRVGDRVS EGAAR- 

GGGCAGGCGGGCGGGCGCCAGAGGGGGAAAGAGGCGGGGGCGGCGGGTCAGCCGCTGGCC 
181 + + ^ ^ ^ 

AGGRAPEGERGGGGGSAAGR- 

GGGCCGGCGGGGGAA7GTCGATGCCTGACGCGATGCCGCTGCCCGGGG7CGGGGAGGAGC 
* + ^ ^ ^ 300 

AGGGMSMPDAMPLPGVGEEL- 



TGAAGCAGGCCAAGGAGATCGAGGACGCCGAGAJVGTACTCCTTCATGGCCACCGTCACCA 

+ ^ ^ ^ ^ ^ 

KQAKEIEDAEKYSFMATVTK- 



AGGCGCCCAAGAAGCAAATCCAGTTTGCTGA7GACATGCAGGAGTTCACCAAATTCCCCA 
361 + ^ _^ ^ ^20 

APKKQIQrADDMQEF7KrP7- 

CCAAAAC7GGCCGAAGA7C777G7C7CGCTCGA7C7CACAGTCC7CCAC7GACAGC7ACA 
421 — > ^ ^ ^ ^ ^ 

K7GRRSLSRSISQSS7DSYS- 

GT7CAGC7GCATCC7ACACAGA7AGC:rC7GA7GATGAGGT77CTCCCCGAGAGAAGCAGC 
481 — + ^ ^ ^ ^ ^ 

SAASY7DSSDDEVSPREKQQ- 

AAACCAACTCCAAGGGCAGCAGCAA777C7G7G7GAAGAACA7CAAGCAGGCAGAA777G 
54 1 — + + + ^ ^ ^ 

TNSKGSSNFCVKNIKQAEFG- 

GACGCCGGGAGAT7GAGA7TGCAGAGCAAGACATG7C7GC7C7GA777CAC7CAGGAAAC 
60i + ^ + ^ ^ ^ 660 

RREIEIAEQDMSALISLRKR- 

G7GC7CAGGGGGAGAAGCCC7TGGCTGG7GCTAAAATAG7GGGC7G7ACACACATCACAG 
661 + + + ^ ^ ^ ^20 

AQGEKPLAGAKIVGC7H ITA- 

CGCAGACAGCGG7G77GA77GAGACAC7C7GTGCCCTGGGGGC7CAG7GCCGC7GGTC7G 

^ ^ * + 780 

QTAVLIETLCALGAQCRWSA- 

CTTG7AACATC7ACTCAACTCAGAA7GAAG7AGC7GCAGCAC7GGC7GAGGC7GGAG7TG 
781 + + + + ^ ^ 

ON I YS7QNEVAAALAEAGVA- 

CAGTG77CGC7TGGAAGGGCGAG7CAGAAGATGAC77C7GG7GG7G7A77GACCGC7G7G 
841 + + ^ ^ ^ 

VFAWKGESEDDFWWC I DRCV- 

7GAACA7GGATGGG7GGCAGGCCAACA7GA7CC7GGA7GA7GGGGGAGAC77AACCCAC7 
9 01 ^ ^ ^ ^ ^ ^ 

NMDGWQANMILDDGGDL7HW- 
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GGGTTTATAAGAAGTATCCAAACGTGTTTAAGAAGATCCGAGGCATTGTGGAAGAGAGCG 

961 + + + + — ^. + 1020 

VYKKYPNVFKKIRGIVEESV- 

TGACTGGTGTTCACAGGCTGTATCAGCTCTCCAAAGCTGGGAAGCTCTGTGTTCCGGCCA 

1021 + + + + + 1080 

TGVHRLYQLSKAGKLCVPAM- 

TGAACGTCAP.TGATTCTGTTACCAAACAGAAGTTTGATAACTTGTACTGCTGCCGAGAAT 

1081 + + + + 1140 

NVNDSVTKQKFDNLYCCRES- 

CCATTTTGGATGGCCTGAAGAGGACCACAGATGTGATGTTTGGTGGGAAACAAGTGGTGG 

1141 + * + + 1200 

I LDGLKRTTDVMPGGKQVVV- 

TGTGTGGCTATGGTGAGGTAGGCAAGGGCTGCTGTGCTGCTCTCAAAGCTCTTGGAGCAA 

1201 • + + + + + 1260 

CGYGEVGKGCCAALKALGAI- 

TTGTCTACATTACCGAAATCGACCCCATCTGTGCTCTGCAGGCCTGCATGGATGGGTTCA 

1261 + V + + 1320 

VYITEIDPICALQ ACMDGFR- 

GGGTGGTAAAGCTAAATGAAGTCATCCGGCAAGTCGATGTCGTAATAACTTGCACAGGAA 

1321 * + + + + 1380 

VVKLNEVI RQVDVV ITCTGN- 

ATAAGAATGTAGTGACACGGGAGCACTTGGATCGCATGAAAAACAGTTGTATCGTATGCA 

1381 + + + + + + 1440 

KNVVTREHLDRMKNSCIVCN- 

ATATGGGCCACTCCAACACAGAAATCGATGTGACCAGCCTCCGCACTCCGGAGCTGACGT 

1441 + + + + + 1500 

MGHSNTEI DVTSLRTPELTW- 

GGGAGCGAGTACGTTCTCAGGTGGACCATGTCATCTGGCCAGATGGCAAACGAGTTGTCC 

1501 + + -j- + + 1560 

ERVRSQVDHVIWPDGKRVVL- 

TCCTGGCAGAGGGTCGTCTACTCAATTTGAGCTGCTCCACAGTTCCCACCTTTGTTCTGT 

1561 + + + + + + 1620 

LAEGRLLNL'SCSTVPTFVLS- 

CCATCACAGCCACAACACAGGCTTTGGCACTGATAGAACTCTATAATGCACCCGAGGGGC 

1621 + + + + + 1680 

ITATTQALALIELYNAPEGR- 

GATACAAGCAGGATGTGTACTTGCTTCCTAAGAAAATGGATGAATACGTTGCCAGCTTGC 

1681 + + + + + + 1740 

YKQDVYLLPKKMDEYVASLH- 

ATCTGCCATCATTTGATGCCCACCTTACAGAGCTGACAGATGACCAAGCAAAATATCTGG 

1741 + + + + + + 1800 

LPS FDAHLTELTDDQAKYLG- 

GACTCAACAAAAATGGGCCATTCAAACCTAATTATTACAGATACTAATGGACCATACTAC 

1801 + + + + + + 1860 

LNKNGP FKPNYYRY* 

CAAGGACCAGTCCACCTGAACCACACACTCTAAAGAAATATTTTTTAAGATAACTTTTAT 
1861 ^ + -f + + + 1920 



1921 + + + + + + 1980 

TCATTATCCAAGTTCTGCAGACCACACAGGAACTTGCTTCATGGCTCTTTAGATGAAATA 
1981 . + + ^ + + + 2040 
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GAAGTTCAGGGTCCCTCACTCTAGTCACTAAAGAAGGATTTTACTCCCCCAGCCCAGAAA 
2041 + + + + + 2100 

GGTGATTCTTCTCTTTACCATTTCTGGGGACTTTAGTC7TAATTAGGTACCTTATTAACA 
2101 + + + + + 2160 

GGAAATGCTAAGGTACCTTCTCTGTGGAACAATCTGCAATGTCTAAATCGCCTTAAAAGA 
2161 + + + +- + 2220 

GCCCATTTCTTAGCTGCTGAAATCAGTGCTCTTTCACTTCTTCAGAGAAGCAGGGATGGT 
2221 + + + + ^ + 2280 

ACCTACCCGGCAGGTAGGTTAGATGTGGGTGGTGCATGTTAATTTCCCTTAGAAGTTCCA 
2281 + +- + + + + 2340 

AGCCCTGTTTCCTGCGTAAAGGTGGTATGTCCAGTTCAGAGA7GTGTATAATGAGCATGG 
2341 + + + + + 2400 

CTTGTTAAGATCAGGAGGCCCACTTGGATTTATAGTATAGCCCTTCCTCCACTCCCACCA 
2401 + + -r -r + 2460 



GACTTGCTCATTTTTCGAGTTTTTAACTAGACTACACTCTATTTGAGTTTAATTTTGTCC 
2461 + + ^ + 2520 

TCTAGGATTTATTTCTGTTGTCCAAAAAAAAAAAAAAAAAAAA 
2521 + -i- + -r 2563 
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DD4b5.3 sequenc sch matic 



No significant similarity to database sequences. 

Of the 50 amino acids in the hydrophillic domain, 
38 residues are hydrophilic by the Kyle and Doolittle 
hydropathy index, including 16 serine residues. 



Has 52% amino acid similarity to human AHCY 
sequences and shares many conserved features, 
including seven of eight cysteine residues, a co-factor 
binding motif and a lysine shown by in-vitro mutagenesis 
studies to be critical for AHCY function 



AHCY-like 
Domain 



1845 



3' Untranslated 
Region 
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J Cultured DC (CMRF44* ) 



Monocytes (CD 14* ) 
Cultured Monocytes (CD 14* ) 
Blymphocj^es (CD 19* ) 
Cultured B Lymphocytes (CD 19* ) 
T Lymphocytes (CD3* ) 



m^:-: NK Cells (CD 16*, CDS 7*) 
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PI + PPI 



Protein 
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RAP-PCR Method 



V 



Step 1 



Step 2 



Step 3 



Step 4 



Control Test 
cells cells 

RNA Extraction 

\ \ 

1st Strand cDNA Synthesis 



Reverse Transcription 

\ \ 

PGR (low stringency annealing) 



AAA A RNA 

Arbitrary primer 



PGR product 

1st strand cDNA 



PGR (high stringency annealing) 
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